Compared to previous years, seasonal influenza activity commenced early in São Paulo State, Brazil, Southern hemisphere. Influenza A(H1N1)pdm09 virus detection started in January 2016 during the summer season with hot temperatures, and it was the predominating strain in autumn 1, 2 . In contrast, influenza seasonal activity commenced late in some countries in Western Europe, North America and Eastern Asia. Based on the WHO global influenza surveillance, in countries with influenza A(H1N1)pdm09 virus predominance, the hospitalization and intensive care unit (ICU) admission patterns seem to be similar to previous seasons when this virus predominated and young/middle-aged adults experienced severe disease 3 . The aim of this study was to investigate the genetic pattern of influenza A(H1N1)pdm09 in the São Paulo State.
A total of 479 respiratory samples, collected in January by Sentinel Surveillance Units, were screened by real-time RT-PCR (qRT -PCR) 4 . Among them, 30 Influenza virus A(H1N1)pdm09 presenting ct values ≤ 30 were identified. A total of 6 viruses were sequenced by using an Applied Biosystems BigDye® Terminator v3.1 Cycle Sequencing Kit with reaction products resolved on an Applied Biosystems Sequencer 3730 DNA Analyzer. Nucleotide sequences were aligned using MUSCLE 5 . Sequences alignment results were further analyzed using the BioEdit program 6 . Our Institution is one of the National Influenza Centers accredited by the World Health Organization. The present follow up study of influenza surveillance has been approved by the Conselho Nacional de Ética em Pesquisa (CONEP) -135/2002.
Phylogenetic analyses
The TREESUB phylogenetic program (available from https://github.com/tamuri/treesub) was used to estimate the maximum likelihood phylogenetic trees using RAxML and PAML, followed by branch annotation of amino acid substitutions. The general time reversible+Γ (GTR+GAMMA) nucleotide substitution model was selected in RAxML v.7.3.0 for tree inference 7 . Ancestral codon substitutions for each gene were estimated using baseml, as implemented in PAML 8 using the ML trees inferred. Nonsynonymous substitutions were then transcribed onto the consensus gene phylogenies and visualized in Figure 1 Tree v1.4.2 (available from http:// tree.bio.ed.ac.uk/software/figtree/). , 2015 belonging to the genetic subgroup 6B. Subgroups 6B and 6C share AA changes in the HA at residues K283E and E499K (mature A(H1N1) pdm09 numbering after the signal peptide). Subgroup 6B viruses also possess AA changes in the HA at residues K163Q and A256T. Within subgroup 6B, additional subgroups with shared amino acid changes have emerged. The majority of viruses share an AA change at residue S84N; among these more than half share two additional changes at residues S162N (adds a glycosylation motif) and I216T (new subgroup 6B.1). A smaller group of 6B viruses (new subgroup 6B.2) shares AA changes at residues V152T, V173I, E491G and D501E Supplemental 
